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Table S1. Primers used for qRT-PCR analysis
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Gene name Genesymbol |Forward (5'-3") Reverse (5'->3')

Actin act CCCCACGCCATCCTCCGTCT GGTGGAGGCAGCAGCAGTGG y=-3.751x+11.566
Alpha-2-macroglubulin a2m CAGCCGGGTCGATTTGCGGT ACTGCGCGCTGAAATGCCCT y=-3.635x+13.26
Alpha-amylase a-amy GCTGTGGTAGTCGCTTGGTT CCTGTCAAACGCCGAAGATG y=-3.41x+14.637
Ankyrin ank GAACGCAAAGAGCCAATCCA CGTTCCTTTCGTATTCGCCC y=-3.649x +21.58
Bicaudal D bic-d GCGCACCGTCGTCAAGGCTA CTGCCGGCCAAGTTCGTCGT y=-3.321x+20.79
Clg-domain-containing clqgdc TGGATCGGTTACGTTGATGT TCCAGTAGCTGCGTTCATTC y=-3.621x+18.165
Catalase cat TGGCGGAGAAAGCGGTTCAGC GTGCGTGGTCTCTGGGCGAA y=-3.598x+11.143
Cytochrome P450 314 family cyp314 TCTTGGGTCGGCGTCTGGGA TCGCGGGTGTCAACGCCTTC y=-3.754x+11.21
Cytochrome P450 4 family cyp4 AGCCGAGCACCAACAGCGAA GCGGGCCGGTCAGAATCACC y=-3.588x+11.958
Daphnia Hemoglobin 1 dhbl GCTGGTATCGCCAAGAACCTCAAA TGGCGAAGAATTTCTGGATGCGGG y=-3.5425x+15.318
Death-associated protein 1 dap1 GCTGGTATCGCCAAGAACCTCAAA TGGCGAAGAATTTCTGGATGCGGG y=-3.823x+9.9927
Delta-aminolevulinate synthase 2 6-alas ACAACTGCGCGAACTGCATCA TGGCCTCTCGGCACTGTCGG y=-3.9325x+14.752
E75 nuclear receptor E75 TCCGGAGAAGRATTCAACAAAAGA TGCGAAGAATGGAGCACTGT y=-3.74x+10.506
EcdysonereceptorA ecra CAGGCACATCAACATCAACAA GGCGACATGGAATCGACA y=-3.608x+10.242
EcdysonereceptorB ecrb CACCACAACCAACTGCATTTAC CCATTAATGTCAAGATCCCACA y=-3.513x+10.169
Ferritine 3 ftn3 GGTGATGGCCTAGGAGTCTTT TGCTCCAAACTTTAGATGCTTT y=-3.7x+17.583
Fibrillin fbn GGACACGAGCACACAAAGGA TGCTGATGGCTACACCCTAAC y=-3.736x+10.356
Gem (Nuclear Organelle) Associated Protein 7 gemin7 CGCAAGTTCGCCTAGAAATC AAACAGGTCACCGATGCTTT y=-3.897x+22.5
Glutathione-s-transferase gst TCAGGCTGGTGTTGAGTTTG GAGCAAGCATTTGTCCATCA y=-3.833x+10.011
Glyceraldehyde-3-phosphate dehydrogenase gapdh TGCCCCATCTGCTGATGCCC GCACCACGACCATCACGCCA y=-3.745x+21.205
Heat shock protein 70 hsp70 CGACGGCGGGAGATACGCAC CCACGGAAAAGGTCGGCGCA y=-3.564x+9.341
Heat shock protein 90 hsp90 CCCTCTGTGACACTGGTATTGGCA GCCCATGGGTTCTCCATGGTCAG y=-4.094x +14.315
Hypoxia Inducible Factor 1 Alpha hifla GGTCCAGACCCAAGCAGCCAGGC GTCCAGGAGCAGCAGCCAGC y=-3.5875x+15.078
JH-esterase jhe GAA GCC ACT CGC ATG GAAGC CCGGTGAAAGCGCAGGCAGT y=-3.711x+10.863
Metallothionein a mt-a GAGCGCCATGCCAAAATCCC TCGTCGTTGTAAAATCCGCCT y=-3.628x+10.341
Metallothionein b mt-b TGGAACCGAATGCAAATGCG CGGACTTGCATGGACAACTG y=-3.51x+9.5084
Metallothionein ¢ mt-c AAAGTGTGCCCTCGTTGTCA CTTACAGTCGTCCCCACACG y=-3.426x+10.357
Multicystatin 6 csté6 GCTGTGTCGGCCAGTAGTAA TCTCCTGCGTTTGTATTTGC y=-3.381x+17.01
Nitric Oxide Synthase 2 nos2 GGCACCCGCTTGTTGGCACT GCGTGCCCCTCACTTGAGCC y=-3.623x+18.125
Opsin opn TTTGGCCTGGGCGCGAAGTT TCGGTTGGGGAGCCTACGCC y=-3.571x+22.555
Prohibitin 2 phb2 CGGGATGCTGCCTTGCTCCC TCGACGGCGGCAGCGTATTC y=-3.894x+22.66
proPhenolOxidase propo TCCGGCTGGGCTCGTTCTCA GGCAGACCACTGCGACGCTT y=-3.385x+15.073
Putative gram-negative binding protein gnbp TGCGGACCGTTTTGGCGAGG TCGCTTGTTACCATCCGGGCA y=-3.402x+20.26
Retinoid X Receptor rxr CTTGCCGTGAAGATCGTCAG ACCGATTTCTCTGGCGTTTG y=-3.354x+22.005
Slit homolog slit GTCGATTTTTCGGTCCTCAA AGGTCAGGCAGTGTTTCGAT y=-3.445x+22.14
Trypsin try CATCCTGAACGGCAAATACCA GACTGCGAGAAACCACCGAA y=-3.59x+13.903
Vitellogenin 1 vtgl CCAGCGAATCCTACACCGTCAAG GAGCCGCACAGACCACAGAG y=-3.772x+11.305
Vitellogenin 2 vtg2 CGTCCGCCACTGGTTGGGTC GGGGCAGCCAAGACAGAGCG y=-3.34x+11.056










Gene name Gene symbol Forward (5'→3') Reverse (5'→3')

Actin

act

CCCCACGCCATCCTCCGTCT GGTGGAGGCAGCAGCAGTGG y = -3.751x + 11.566

Alpha-2-macroglubulin

a2m

CAGCCGGGTCGATTTGCGGT ACTGCGCGCTGAAATGCCCT y = -3.635x + 13.26

Alpha-amylase

a-amy

GCTGTGGTAGTCGCTTGGTT CCTGTCAAACGCCGAAGATG y = -3.41x + 14.637

Ankyrin

ank

GAACGCAAAGAGCCAATCCA CGTTCCTTTCGTATTCGCCC y = -3.649x + 21.58

Bicaudal D

bic-d

GCGCACCGTCGTCAAGGCTA CTGCCGGCCAAGTTCGTCGT y = -3.321x + 20.79

C1q-domain-containing

c1qdc

TGGATCGGTTACGTTGATGT TCCAGTAGCTGCGTTCATTC y = -3.621x + 18.165

Catalase

cat

TGGCGGAGAAAGCGGTTCAGC GTGCGTGGTCTCTGGGCGAA y = -3.598x + 11.143

Cytochrome P450 314 family

cyp314

TCTTGGGTCGGCGTCTGGGA TCGCGGGTGTCAACGCCTTC y = -3.754x + 11.21

Cytochrome P450 4 family

cyp4

AGCCGAGCACCAACAGCGAA GCGGGCCGGTCAGAATCACC y = -3.588x + 11.958

Daphnia Hemoglobin 1

dhb1

GCTGGTATCGCCAAGAACCTCAAA TGGCGAAGAATTTCTGGATGCGGG y = -3.5425x + 15.318

Death-associated protein 1

dap1

GCTGGTATCGCCAAGAACCTCAAA TGGCGAAGAATTTCTGGATGCGGG y = -3.823x + 9.9927

Delta-aminolevulinate synthase 2 δ-alas ACAACTGCGCGAACTGCATCA TGGCCTCTCGGCACTGTCGG y = -3.9325x + 14.752

E75 nuclear receptor

E75

TCCGGAGAAGRATTCAACAAAAGA TGCGAAGAATGGAGCACTGT y = -3.74x + 10.506

Ecdysone receptorA

ecra

CAGGCACATCAACATCAACAA GGCGACATGGAATCGACA y = -3.608x + 10.242

Ecdysone receptorB

ecrb

CACCACAACCAACTGCATTTAC CCATTAATGTCAAGATCCCACA y = -3.513x + 10.169

Ferritine 3

ftn3

GGTGATGGCCTAGGAGTCTTT TGCTCCAAACTTTAGATGCTTT y = -3.7x + 17.583

Fibrillin

fbn

GGACACGAGCACACAAAGGA TGCTGATGGCTACACCCTAAC y = -3.736x + 10.356

Gem (Nuclear Organelle) Associated Protein 7

gemin7

CGCAAGTTCGCCTAGAAATC AAACAGGTCACCGATGCTTT y = -3.897x + 22.5

Glutathione-s-transferase

gst

TCAGGCTGGTGTTGAGTTTG GAGCAAGCATTTGTCCATCA y = -3.833x + 10.011

Glyceraldehyde-3-phosphate dehydrogenase

gapdh

TGCCCCATCTGCTGATGCCC GCACCACGACCATCACGCCA y = -3.745x + 21.205

Heat shock protein 70

hsp70

CGACGGCGGGAGATACGCAC CCACGGAAAAGGTCGGCGCA y = -3.564x + 9.341

Heat shock protein 90

hsp90

CCCTCTGTGACACTGGTATTGGCA GCCCATGGGTTCTCCATGGTCAG y = -4.094x + 14.315

Hypoxia Inducible Factor 1 Alpha

hif1a

GGTCCAGACCCAAGCAGCCAGGC GTCCAGGAGCAGCAGCCAGC y = -3.5875x + 15.078

JH-esterase

jhe

GAA GCC ACT CGC ATG GAA GC CCGGTGAAAGCGCAGGCAGT y = -3.711x + 10.863

Metallothionein a

mt-a

GAGCGCCATGCCAAAATCCC TCGTCGTTGTAAAATCCGCCT y = -3.628x + 10.341

Metallothionein b

mt-b

TGGAACCGAATGCAAATGCG CGGACTTGCATGGACAACTG y = -3.51x + 9.5084

Metallothionein c

mt-c

AAAGTGTGCCCTCGTTGTCA CTTACAGTCGTCCCCACACG y = -3.426x + 10.357

Multicystatin 6

cst6

GCTGTGTCGGCCAGTAGTAA TCTCCTGCGTTTGTATTTGC y = -3.381x + 17.01

Nitric Oxide Synthase 2

nos2

GGCACCCGCTTGTTGGCACT GCGTGCCCCTCACTTGAGCC y = -3.623x + 18.125

Opsin

opn

TTTGGCCTGGGCGCGAAGTT TCGGTTGGGGAGCCTACGCC y = -3.571x + 22.555

Prohibitin 2 

phb2

CGGGATGCTGCCTTGCTCCC TCGACGGCGGCAGCGTATTC y = -3.894x + 22.66

proPhenolOxidase

propo

TCCGGCTGGGCTCGTTCTCA GGCAGACCACTGCGACGCTT y = -3.385x + 15.073

Putative gram-negative binding protein

gnbp

TGCGGACCGTTTTGGCGAGG TCGCTTGTTACCATCCGGGCA y = -3.402x + 20.26

Retinoid X Receptor

rxr

CTTGCCGTGAAGATCGTCAG ACCGATTTCTCTGGCGTTTG y = -3.354x + 22.005

Slit homolog

slit

GTCGATTTTTCGGTCCTCAA AGGTCAGGCAGTGTTTCGAT y = -3.445x + 22.14

Trypsin

try

CATCCTGAACGGCAAATACCA GACTGCGAGAAACCACCGAA y = -3.59x + 13.903

Vitellogenin 1

vtg1

CCAGCGAATCCTACACCGTCAAG GAGCCGCACAGACCACAGAG y = -3.772x + 11.305

Vitellogenin 2

vtg2

CGTCCGCCACTGGTTGGGTC GGGGCAGCCAAGACAGAGCG y = -3.34x + 11.056


